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<212> DNA 
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<222> (1) . . - (2816) 

<223> Nucleic acid sequence of HB-954 
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<222> (867) . . . (2414) 



,^<223> Coding sequence 



<400> 2 
tgggggcgtc 

cgaggggggc 
gggtccccgt 
aggacccagc 
tcagggcttt 
cggccactcg 
ggactgaaaa 
tcagcccgag 
gaaggaggca 
tccattcctg 
tcggcgggct 
ggcatggggc 
gtggagacgt 
gcgcgtccct 
cgcggagccg 
ccagcgagcc 
gggagttcgg 
tcataggctc 
tcaaatctgt 
tggtctgtgt 
acaccatgct 
tcctcagctt 
ggaaaatatc 
tggccagtgt 
gcacggaagt 
ccacggtcat 
tgagtgccag 
tctctattcc 
tgatggtctt 
tcaatgtccc 
ccctgctggc 
tagggaccct 
gtggcatggc 
tgttccacat 
ccaagtacat 
gagagcaggg 
cccaggtggc 
agtttggctt 
agaagcggct 
ccaaggtagg 
aggtggattc 
accagagtgt 
gttgattcct 
agtgtcctct 
gtccacatta 
taccccatgt 
agagaagact 



ctccttcgtc 
taagaaaggg 
cgccagtgct 
acgggcgtct 
ccacccaagc 
gcgtgggcat 
atagcttcgg 
gggactggag 
gcgggagcgg 
tcgagtgggc 
ctgaccgtgc 
gcagccgcgc 
gaggggaccc 
cctcacccgg 
gagtcccagc 
gcacaacgcg 
cgaggcgcag 
gctgctcgga 
caccaacagg 
gcccttcgac 
cttctgcaag 
ccctgctatt 
tgatgccaag 
ccctgtgttt 
ctggagcaac 
tgtgcctgtg 
ccagaagaag 
ctatgcctcc 
catcttgtgt 
tgacacttcc 
aaaccctgtt 
ggtgcaacta 
tgaggccagc 
tgggcagcag 
tggctcagct 
gccacagttt 
accggcagcc 
tgggcctttt 
gcttcccccc 
cagggtggag 
ctagcaagga 
gggaatgctg 
ccaatatggg 
ttattgaggg 
ttctctgtgg 
gcactttctg 
ttcagagctc 



cccgcccggc 
ggcgcccagc 
gaggcaggag 
tggcaggcgg 
catgggcgct 
tacgttggct 
ccaaacgttc 
agggatgccc 
agagcgccct 
tgggccacgc 
cgccttcttg 
ctccctccct 
gtcggctgct 
aggaggagag 
ctcgccatgg 
tccggcgccg 
ctgta.ccgcc 
aacttcatgg 
ttcattaaaa 
atcatcctca 
gtcgtcaaat 
gctttggaca 
tcccgtgaac 
gcagtaacca 
tccttgggcc 
gtggtggtgt 
aaggtcatca 
cagcgggagg 
agcgtgccct 
gtcttcttgc 
ctctttctta 
caccaccggt 
ctggaaccca 
cagatcttta 
gacttccagg 
gcgccctctg 
cctgtggaac 
gagttgcctc 
ttgggcaaca 
cggaagatga 
ttgtaaattc 
tggccatgtg 
ccagatgctt 
agtatatgta 
ggacaagagc 
aggatgcctc 
acaggagcag 



tgtcaagctg 
catgcagagg 
gtcggagcca 
ccgggcgcag 
gtcgggcact 
tcacatcgcc 
tcctcccgct 
tagccctcga 
ccttgaccat 
tgaccaccct 
tggctgctga 
ccccgcctcc 
ccggcttctc 
gctccgcgcg 
gacataacgg 
aggctgcggg 
agttcaccac 
tgttatggtc 
acctggcctg 
gcaccagtcc 
ttttgcacaa 
ggtactactc 
tggtgatgta 
atgtggctga 
acctggtgta 
tcctcttctt 
tagcagcgct 
ccgagctgca 
atgccaccct 
tgctcactgc 
ctgtgaacaa 
acagtcgccg 
gcatacgctc 
agcccacaga 
ccaaggagat 
ccccacccct 
ctgaaacatt 
ctcagtggct 
ccccagaaga 
gcagaaacaa 
ttggaagcaa 
attgtatgat 
ttgaatgata 
tccatctcag 
tgggcagttt 
acttccctgg 
ggagcaggag 



tgt tctagcg 
caaaaaggcg 
caagtgaggg 
ggccaggctg 
cgggggtccc 
atccagcctc 
aaggagaggg 
ggggcggagg 
cgaatgcctc 
ggaggaggga 
ctgggatcca 
cgggcgccgg 
caggactccg 
gggctccgag 
gagctggatc 
tgtgaaccgc 
caccgtgcag 
aacttgccgc 
ctcggggatt 
tcactgttgc 
agtattctgc 
agtcctctat 
catctgggcc 
catctatgcc 
cgttctggtg 
gatactgatc 
ccggacccca 
cgccaccctg 
ggtcgtctac 
tgtttggctg 
atctgtccgc 
taatgtggtc 
gggtagccag 
ggatgaggaa 
at ttagcacc 
gagcacagtg 
ccctgataag 
ctcagagacc 
gctgatccag 
taaagtgagc 
cggggggctt 
ctccttgcaa 
gggaaatcta 
tgatccatgt 
tgaatgggtc 
gctctgcaga 
cactctaagg 



gccgagggac 
ctgcggaacg 
gctgggaagc 
ctggggacgc 
ctcgtggctc 
gaagccaaca 
gtcgagtgcg 
acccgcggtt 
cttctgtgtt 
cggacgacgc 
ggagggagtg 
ggttggcgat 
ccaggcgccc 
gcgggcggcg 
tctccaaatg 
agcgcgctcg 
gtcgtcatct 
acaaccgtgt 
tgtgccagcc 
tggtggatct 
tctgtgacca 
ccactggaga 
catgcagtgg 
acgtccacct 
tataacatca 
cgacgggccc 
cagaacacca 
ctctccatgg 
cagactgtgc 
cccaaagtct 
aagtgcttga 
agtacaggga 
ctcctggaga 
gagagtgagg 
tgcctggagg 
gactctgtat 
tattccctgc 
cgaaacagca 
acaaaggtgc 
atttttccaa 
ccatattccc 
ctcagtgtga 
cataaaatcc 
ccttagtgaa 
ttgaggtggg 
gaacacacag 
gaattc 
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